In situ study of tetrachloroethylene bioremediation with different microbial community shifting.
In this study, we characterized the microbial community in groundwater contaminated with tetrachloroethylene (PCE) in order to evaluate the intrinsic and enhanced bioremediation of PCE. Variable behaviour of microbes was observed between natural attenuation and biostimulation, where the latter was mediated by the addition of nutrients. Results of denaturing gradient gel electrophoresis (DGGE) of amplified bacterial 16S rDNA in the case of biostimulation showed that the microbial community was dominated by species phylogenetically related to the beta-proteobacteria. With regards to natural attenuation, sequences were found belonging to multiple species of different phyla. Interestingly, we found sequences that matched the species belonging to the Firmicutes, which contains bacteria capable of reductive dehalogenation. These results suggest the possibility of the presence of some Clostridium-like PCE degraders within the microbial community when using bioremediation or biostimulation.